Abstract: Food and agricultural production sector, especially livestock production is vital for
INTRODUCTION
The domestication of goat (Capra hircus) was probably a watershed in the evolution of human modes of subsistence [2] [3] [10] [7] . Besides its valuable dairy produce, its portability has made goat the key element to ensure a stable human settlement in an otherwise inhospitable habitat. The genetic traces of domestication in this species have been first addressed [9] by analyzing the diversity of the mitochondrial D-loop among individuals Mitochondrial DNA plays a key role in the study of evolution and phylogeny, and has been widely used to study goat domestication process and origin [5] . Mitochondrial DNA shows maternal lineage inheritance with a relatively rapid evolution rate and no recombination system [6] ; therefore, these genetic features have made mtDNA an appropriate tool for the investigation of the origin of the species. Furthermore, it has been commonly used to describe the genetic polymorphism in goats [6] 
MATERIALS AND METHODS
In order obtain ancient goat DNA, goat faunal bone remains were sampled from the 13 th century and 3 rd century BC tomb sites. These sites are among one of the earliest agricultural settlements in Central Asia and dates back to the 13 th century and 3 rd centuries BC. 11 bones were selected for DNA analyses from the faunal remains classed as C.hircus. Methods for ancient DNA extraction. Deoxyribonucleic acid extraction from the the 13 th and 3 rd century BC faunal bone samples primarily followed the established protocol. First, the exterior surface of the bones was cleaned with sterile scalpels. The cleaned surface was ground to obtain bone powder (0.4g), which was then suspended in 1 ml extraction buffer (0.01M Tris-HCl, 0.5M EDTA (pH=8)), incubated at 37°C for 16 hours and once again incubated under 56°C for 3 hours. The supernatant was transferred in to a 15 ml tube adding 3 ml of binding buffer (5M CuSCN, 0.025M NaCl, 0.01M Tris-HCl (pH=8)) down to mixture pH to pH=4. The mixture was then transferred to "Qiagen filter column" and centrifuged at 8000 r.p.m. for approximately 1 minute. The supernatant was washed with washing buffer (AW1, AW2), centrifuged at 14000 r.p.m. for 1 minute. Finally, the supernatant was washed with ultrapure water created by Thermo 
RESULTS AND DISCUSSION
The sequences of mtDNA D-loop of control region (fragment of mtDNA) was generated successfully, encompassing between 400 and 430 base pairs. The sequences of mtDNA D-loop of control region have been annotated in NCBI GenBank database and the accession numbers were addressed in the paper (MH341120-MH341125, MH603046-MH603051). The comparison of the 3 rd century BC and 13 th centrury samples D-loop sequences with GenBank D-loop control region sequences revealed high rates of identity (up to 99%) which shows good preservation of DNA in 13 th and 3 rd century BC samples. Furthermore, 22 reference sequences from GenBank database were chosen for phylogenic comparison with 3 rd century BC samples sequences. The information for reference sequences is shown in Table 2 [8] . These reference sequences belonged to six main well-defined haplogroups named A, B, C, D, F and G, which were identical to those from the reference studies [4] [9] . After the construction of the phylogenetic tree, modern haplotypes were clustered in six main haplogroups, while all five 3 rd century BC sample sequences were grouped in to A haplogroup. The validity of the main haplogroups was strongly approved by the bootstrap values of >90%. The A haplogroup was the largest, including ancient and modern haplotypes with 11 individuals. The other five haplogroups only consisted of modern sequences and lined up thereafter by three, three, four, four and two individuals for D, G, B, C and F haplogroups respectively [6] (see Fig. 1 ).
mtDNA sequence was identified at the Macro Gene Lab, Korea. Each sequence was compared with the GenBank reference sequences and analyzed by MEGA X and DnaSP. Haplogroups, identified by using mtDNA tree built software MEGA X, and with Arlequin v3.1.5 program, the expected 140bp sequences nitrogenous base containment was A: 28.97%, T: 30.89%, C: 22.19%, G:17.95 In our study from 11 samples, 5 haplotypes were identified and haplotype diversity was 0.7636 totally divided into 3 haplogroup suddenly a6 sample only included in haplogroup B and our identified other haplogroup were not included recent studies 7 haplogroup (Table. 1) so we signed new haplogroup (M1,M2) (Fig.2) . Also haplotypes (H1, H2, H3, H4, H5) were newly identified.
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CONCLUSIONS
In phylogenetic tree, M1 haplogroup and modern haplogroup, the genetic distance was 14.41, while in the M2 haplogroup and modern haplogroup, the genetic distance was 10.76. From this point of view a1, a2, a3, a4 were 3 rd century BC samples. which are at much larger genetic distance than modern samples. The 13 th century samples were relatively close to modern samples and it is clear that they are closer to the 3 rd century BC samples in the phylogenetic tree (Fig.1) . In addition, from molecular distance, included in the M1 haplogoup are the 3 rd century BC samples, so first it's separated and c the fact that 13 th centuries before it's separated from time to time. For haplogroup creating chronologically separate new haplogroups but a8 is 13 th centuries sample was included in a haplogroup sample of 3 rd century BCE. However, the a63 rd century BC sample was the origin of modern goat that can be included in the haplogroup B.
